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(a) mixing at least one random primer at least 4 nucleotides in length and having at 
least one detectable\species with a sample which may contain nucleic acid 
contamination to forrAa mixture; 

(b) adding at least \ne nucleotide triphosphate having at least one binding species 
and optionally at least orae second nucleotide triphosphate to the mixture; 

(c) adding at least ona nucleic acid polymerase to the mixture; 

(d) incubating the mixture of step (c) under conditions which allow said at least one 
nucleic acid polymerase to ue active; 

(e) contacting the mixture erf step (d) with at least one solid phase; and 

(f) measuring the amount oXtotal nucleic acid contamination in the sample by 
measuring the total amount of sa^d at le ast o ne detectable species bound to said solid 
phase. 

/&. (New) A method for determining^the amount of total nucleic acid contamination in a 
sample, said method comprising: 

(a) mixing at least onJrandatlTprimpr at least ^ nucleotides in length and having at 



sample\which may 



contain nucleic acid contamination 



least one binding speciesj 
to form a mixture; 

(b) adding at least one nucleotidetriphbsphate having at least one detectable 
species and optionally at least one second nucleoside triphosphate to the mixture; 

(c) adding at least one nucleic acid polymerase to the mixture; 

(d) incubating the mixture of step (c), undof conditions which allow said at least one 
nucleic acid polymerase to be active; 

(e) contacting the mixture of step (d) with at bast one solid phase; and 

(f) measuring the amount of total nucleic aciacontamination in the sample by 
measuring the total amount of said at least one detectable species bound to said solid 
phase. 



(New) A method for determining the amount of to^al nucleic acid contamination in 
ae sample, said method comprising: 
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(a) mixing at least one random primer at least 4 nucleotides in length with a sample 
which may contain nucleis acid contamination to form a mixture; 

(b) adding at least one nucleotide triphosphate having at least one detectable 
species and optionally at least one nucleotide triphosphate having at least one 
detectable species and optiorrally at least one second nucleotide triphosphate to the 
mixture; \ 

(c) adding at least one nucleflc acid polymerase to the mixture; 

(d) incubating the mixture of srfep (c), under conditions which allow said at least one 
nucleic acid polymerase to be activte; 

(e) contacting the mixture of step^lfw^ one solid phase; and 

(f) measuring the amount of tota nucleic acickcontamination in the sample by 
measuring the total amount of said at feast one de\ectable species or the total amount 
of said at least one binding species bound to said solid phase. 



^4. (New) A method for determining^h^lamount of total yiucleic acid contamination in a 
sample, said method comprising^ \ / 

(a) mixing at least one firsuabeled randoWprimer at/east 4 nucleotides in length 



nucleotides in length having at least one deteqtable species, with a sample which may 
contain nucleic acid contamination to form a mixture; 

(b) adding at least one nucleic acid ligase to the mixture; 

(c) incubating the mixture of step (b), under conditions which allow said at least one 
nucleic acid ligase to be active; \ 

(d) contacting the mixture of step (c) with at least one solid phase; and 

(e) measuring the amount of total nucleic acid contamination in the sample by 
measuring the total amount of said at least one detectable species or the total amount 
of said at least one binding species bound to said soli a phase. 



^o. (New) A method for determining the amount of tota\ nucleic acid contamination in a 
sample, said method comprising: \ 




having at least one binding specie 



at least one second random primer at least 4 
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(a) mixing at least ona first labeled random primer at least 4 nucleotides in length 
having at least one bindinaspecies and at least one second random primer at least 4 
nucleotides in length havingNat least one detectable species, with a sample which may 
contain nucleic acid contamination to form a mixture; 

(b) adding at least one nucleic acid ligase and at least one nucleic acid polymerase 
to the mixture; 

(c) incubating the mixture of sttep (b), under conditions which allow said at least one 
nucleic acid ligase and said nucleic\acid polymerase to be active; 

(d) contacting the mixture of step\(c) with at least one solid phase; and 

(e) measuring the amount of total W5leic acid examination in the sample by 
measuring the total amount of said A least one detectable species or the total amount 
of said at least one binding specie/s bound to said solid phase. 



Jk£. (New) A method as in claim 4/v>d*™r^ said at l^st one nucleic acid polymerase 



is selected from the group consi 



>ttng of TaqxDNA poly me 



Klenow fragment, Pfu DNA polymerase, ExoAPfu DNA polymerase, E. coli DNA 



polymerase I, Klenow fragment of 
AMV reverse transcriptase. 



polymerase I, MP 



ase, T4 DNA polymerase, 



LV reverse transcriptase and 



ffl. (New) A method as in claim M\ wherein said\conditions comprise a solution with a 
pH between 5.5 and 9.5, a nucleotide triphosphate concentration between 1 pM and 10 
mM, a Mg2+ concentration between 0.05 mM and 5Q0 mM, and a reducing agent 
concentration between 0 and 500 mM, wherein the siifn of the molarities is between 1 



mM and 500 mM. 



(New) A method as in claim £4? wherein said at leas\one ligase is selected from 
the group consisting of Pfu DNA ligase, T4 DNA ligase, Ta\ DNA ligase, T4 RNA ligase, 
and E. coli DNA ligase. 
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' r jid. (New) A method as in claim^f wherein said random primer is from 4 to 20 
nucleotides in length. 



(New) A method ate in claim #3, wherein said at least one detectable species is 

selected from the group consisting of biotin, nucleic acid sequence, nucleic acid base 

pairing linear polymer, fluorescent molecule, electrochemiluminescent molecule, 

radioactive molecule, peroxidase and alkaline phosphatase. 

S 

p(. (New) A method as in clainA4!0^ least one binding species is 

selected from the group consistinVof biotin, antigeb, lectin, ligand, hormone, nucleic 
acid sequence, mimitope and njacle(c acid base pairing linear polymer. 



im 



(New) A method as in cl 
is selected from the group cortsistin 
of E. coli DNA polymerase I apcmlenow fragment 



least one nucleic acid polymerase 
polymerase, Klenow fragment (3'-5') 
of DNA polymerase I. 



(New) A method as in claim j$ t where^T said at least one solid phase is selected 
from the group consisting of magneticjDead, plastic plate/and polymer bead. 

^4. (New) A method as in claim ^ wherein sajd at least one nucleotide triphosphate 
is selected from the group consisting of dATP, dGTP, dCTP, dUTP, dTTP, 7-deaza 
dGTP, biotin-dATP, biotin-dCTP, biotin-dUTP, digoxigenin dUTP, digoxigenin UTP and 
biotin ddUTP. 



£6. (New) A method as in claim $8, wherein said random primer is 6-10 nucleotides in 
length. 

^ (New) A method as in claim^C wherein said conditions comprise those optimal for 
Klenow fragment of DNA polymerase I to synthesize DNA. 
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^j?^ (New) A method as irSdaimj&6, wherein said NTP is a dNTP. 

ii \ ^ 

j68. (New) The method of clainWI, wherein said total amount of nucleic acid 
contamination comprises two or mqre different nucleic acid species of unknown 
sequence. 

y 

(New) The method of claim 4/K^hetein said 
contamination comprises double anq singly 



amount of nucleic acid 
randed nucleic acid sequences. 



(New) The method of claim j^v^rein said total amouht of nucleic acid 
contamination comprises DNA, RNA or cbmbinati^^ihereofi 



^ (New) The method of claim j^)wherein said nuck 



ic acid species are larger than 



1 00 bases. 
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